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Figure 1 
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Figure 2 



IFNFH03 1 AAC ATG ACA TCA CCA AAT GAG TTA AAT GAG 30 

PIFNFH03 1 Met Thr Ser Pro Asn Glu Leu Asn Glu 9 

IFNFH03 31 GCA GCA GGA ACT ACT CCC AAA GAA ACA GAG 60 

pIFNFH03 10 Ala Ala Gly Thr Thr Pro Lys Glu Thr Glu 19 

IFNFH03 61 ATA TGT GAC ATT TCA GAC AGA GAA TTC AAA 90 

PIFNFH03 20 lie Cys Asp lie Ser As£ Arg Glu Phe Lys 29 

IFNFH03 91 ATA GCT TTG TTG AAG AAA CTC AAA GAA ATT 120 

pIFNFH03 30 lie Ala Leu Leu Lys Lys Leu Lys Glu lie 39 

IFNFH03 121 CAA GAT AAT ACG GAG AAG GAA CTC AGA ATT 150 

pIFNFH03 40 Gin Asp Asn Thr Glu Lys Glu Leu Arg He 49 

IFNFH03 151 CTA TCA GAT AAA TTT AAC AAG GAG ATT GAA 180 

pIFNFH03 50 Leu Ser Asp Lys Phe Asn Lys Glu lie Glu 59 

IFNFH03 181 ATG ATT AAA AAG AAC CAA GCA GAA ATT CTG 210 

pIFNFH03 60 Met He Lys Lys Asn Gin Ala Glu He Leu 6 9 

IFNFH03 211 GAG CTA AAA AAT GCA GGT GGC ATA TTG AAA 240 

PIFNFH03 70 Glu Leu Lys Asn Ala Gly Gly He Leu Lys 79 

IFNFH03 241 ATG CAT CAG AGT TGG CTG GGC ATG GTG GCT 270 

PIFNFH03 80 Met His Gin Ser Trp Leu Gly Met Val Ala 89 

IFNFH03 271 CAC GCC TGT AAT CCC AGT ACT TTG GGA AGC 300 

PIFNFH03 90 His Ala Cys Asn Pro Ser Thr Leu Gly Ser 99 

IFNFH03 301 CGA GGT GGG TGG ATC ACG AGT TCA GGA GTT 330 

PIFNFH03 100 Arg Gly Gly Trp He Thr Ser Ser Gly Val 109 

IFNFH03 331 CAA GAC CAG CCT GGC CAA GGC AGT GAA ACC 360 

pIFNFH03 110 Gin Asp Gin Pro Gly Gin Gly Ser Glu Thr 119 

IFNFH03 361 TCA TCT CTA CTA AAA ATA CAA AAA TTA GCT 390 

plFNFH03 120 Ser Ser Leu Leu Lys He Gin Lys Leu Ala 129 

IFKFH03 391 GGG^TGC AGT GGC AGG CAC CTG TAA 414 

pIFNFH03 130 Gly Cys Ser Gly Arg His Leu stop 136 
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ATG ACC TCA CCA AAT GAA CTA AAT AAG 30 

Met Thr Ser Pro Asn Glu Leu Asn Lys 9 

CCA GGG ACC AAT CCT GGA GAA ACA GAG 60 

Pro Gly Thr Asn Pro Gly Glu Thr Glu 19 

TAT GAC CTT TCA GAC AGA GAA TTC AAA 90 

Tyr Asp Leu Ser Asp Arg Glu Phe Lys 29 
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Ala lie Leu Arg Lys Leu Lys Glu He 39 
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Asp Asn Thr Lys Lys Glu Phe Ar£ He 49 

TCA GAT AAA TTT AAC AAA CAG ATC GAA 180 
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He Lys Lys Asn Gin Ala Glu lie Leu 69 

CTG AAA AAT GTA ATT GAT ATA CTA AAG 240 
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Ala Ser Val Ser stop 84 
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Figures 



IFNFH10 1 AAC ATG ACC TCA CCA AAT GAG GTA AAT AAG 30 

pIFNFHlO 1 Met Thr Ser Pro Asn Glu Val Asn Lys 9 

IFNFH10 31 GTA CCA ATG ACC AAC CCT GGA GAA ACG GAG 60 

pIFNFHlO 10 Val Pro Met Thr Asn Pro Gly Glu Thr Glu 19 

IFNFH10 61 ATA TGT GAC CTT TCA GAC CAA AAA TTA AAA 90 

pIFNFHlO 20 lie Cys Asp Leu Ser Asp Gin Lys Leu Lys 29 

IFNFH10 91 ATA GCT GTG ATG AGG AAA CTC AAA GAA ATT 120 

pIFNFHlO 30 He Ala Val Met Arg Lys Leu Lys Glu lie 39 

IFNFH10 121 CAA GAT AAC ACA GAG AAA GAA TTC AAA ATT 150 

pIFNFHlO 40 Gin Asp Asn Thr Glu Lys Glu Phe Lys He 49 

IFNFH10 151 CTA TCA CGT AAA TTT AAC AAA AAG ATT GGA 180 

pIFNFHlO 50 Leu Ser Arg Lys Phe Asn Lys Lys He Gly 59 

IFNFH10 181 TTA ATT GAA AAT AAT CAA GCA GAA ATT TTG 210 

pIFNFHlO 60 Leu He Glu Asn Asn Gin Ala Glu lie Leu 69 

IFNFH10 211 GAG CTG AAA AAT GCA ATT GGC ATA CTG AAG 240 

pIFNFHlO 70 Glu Leu Lys Asn Ala He Gly He Leu Lys 79 

IFNFH10 241 AAT GCA TCA GAG TCC TTT AAT AGC AAT ATG 270 

pIFNFHlO 80 Asn Ala Ser Glu Ser Phe Asn Ser Asn Met 89 

IFNFH10 271 TAT CAA GCA GAA GAC AGA ATT AGT GAG CTT 300 

pIFNFHlO 90 Tyr Gin Ala Glu Asp Arg He Ser Gl u Leu 99 

IFNFH10 301 AAA TAC AGG CTA TTT GAA AAT ACA CAG TCA 330 

pIFNFHlO 100 Lys Tyr Arg Leu Phe Glu Asn Thr Gin Ser 109 

IFNFH10 331 GAG GAG ACC AAA AAC AAC AAA AAA CAA TGA 360 

pIFNFHlO 110 Glu Glu Thr Lys Asn Asn Lys Lys Gin stop 118 
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Figure 6 
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Figure 7 
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Figure 8 
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Figure 9 



IFNFH14 1 AAC ATG ACA TCA ACA AAG GAA CT A AAT AAG 30 

PIFNFH14 1 Met Thr Ser Thr Lys Glu Leu Asn Lys 9 

IFNFH14 31 GCA CCA GTA AAC AAT CCT GGA GAA ACA GAA 60 

PIFNFH14 10 Ala Pro Val Asn Asn Pro Gly Glu Thr Glu 19 

IFNFH14 61 CTA TGT GAC CTT TTA GAC AAA AAA TTC AAA 90 

pIFNFH14 20 Leu Cys Asp Leu Leu Asp Lys Lys Phe Lys 29 

IFNFH14 91 ATA GCA GTG TTG AGG AAA CTA AAA GGA ATT 120 

pIFNFH14 30 He Ala Val Leu Arg Lys Leu Lys Gly He 39 

IFNFH14 121 CAA AAT AAC ACA GAG AAG GAA TTC AGA ATT 150 

PIFNFH14 40 Gin Asn Asn Thr Glu Lys Glu Phe Arg He 49 

IFNFH14 151 CTA TCA GAT AAA TTT AAC AAA GAG ATT GAA 180 

PIFNFH14 50 Leu Ser Asp Lys Phe Asn Lys Glu He Glu 59 

IFNFH14 181 ATA ATT AAA AAG AAT CAA GCA GAA ACT CTG 210 

PIFNFH14 60 He He Lys Lys Asn Gin Ala Glu Thr Leu 69 

IFNFH14 211 GAG CTA AAA AAT GCA GTT GGC ACA CTA ACA 240 

PIFNFH14 70 Glu Leu Lys Asn Ala Val Gly Thr Leu Thr 79 

IFNFH14 241 AAA GCA TCA CAG TCC TTT AAA AGC AGA ATG 270 

PIFNFH14 80 Lys Ala Ser Gin Ser Phe Lys Ser Arg Met 89 

IFNFH14 271 GAT ATA GCA GAA AGA AGA ATT AGT GAA CTT 300 

PIFNFH14 90 Asp He Ala Glu Arg Arg He Ser Glu Leu 99 

<4 

IFNFH14 301 AAA GAC AGG CTA TTT GAA AAT ACA GTC AGA 330 

PIFNFH14 100 Lys Asp Arg Leu Phe Glu Asn Thr Val Arg 109 

IFNFH14 331 AGA GAA AAA AGA ATA TAA 348 

pIFNFH14 110 Arg Glu Lys Arg He stop 114 
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Figure 10 



IFNFH15 1 AAT ATG ACC TCA CCA AAT GAA CTA AAT AAG 30 

pIFNFHIS 1 Met Thr Ser Pro Asn Glu Leu Asn Lys 9 

IFNFH15 31 GCA CCA GOG ATC AAT CCT GGG GAA ACA GAA 60 

PIFNFH15 10 Ala Pro Gly lie Asn Pro Gly Glu Thr Glu 19 

IFNFH15 61 ATA TGT GAC CTT TCA GAC AGA GAA TTC ACA 90 

pIFNFHIS 20 lie Cys Asp Leu Ser Asp Arg Glu Phe Thr 29 

IFNFH15 91 ATA GCT GTT TCG AGG AAG CTA AAC AAA ATC 120 

pIFNFHIS 30 lie Ala Val Ser Arg Lys Leu Asn Lys He 39 

IFNFH15 121 CAA GAT AAC ATG GAG AAG GAA TTC AGA ATC 150 

PIFNFH15 40 Gin Asp Asn Met Glu Lys Glu Phe Arg He 49 

IFNFH15 151 CTA TCA GAT AAA TTT AAT GAA GAG ATT GAA 180 

pIFNFHIS 50 Leu Ser Asp Lys Phe Asn Glu Glu He Glu 59 

IFNFH15 181 ATA ATT AAA AAG AAT CAA GCA GAA ATT CTG 210 

pIFNFHIS 60 He He Lys Lys Asn Gin Ala Glu He Leu 69 

IFNFH1S 211 GAG CTG AAA AAC GCA ATT GAC ATG TTG AAG 2 40 

PIFNFH15 70 Glu Leu Lys Asn Ala He Asp Met Leu Lys 79 

IFNFH15 241 AAT GCA TCA GAG AAT CTC ACC AGC AGA ACT 270 

pIFNFHIS 80 Asn Ala Ser Glu Asn Leu Thr Ser Arg Thr 89 

IFNFH15 271 GAT CAA GCA AGA GAA ATA ATT AGT AAG CTT 300 

pIFNFHIS 90 Asp Gin Ala Arg Glu He He Ser Lys Leu 99 

IFNFH15 301 GAA GAC AGG CTA TTT GAA AAC ACA AAG TCA 330 

pIFNFHIS 100 Glu Asp Arg Leu Phe Glu Asn Thr Lys Ser 109 

IFNFH15 331 GAG GAG ACA AAT GGA AAA AGA ATA AAA TGC 360 
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Figure 11 
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Figure 12 
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Figure 14 
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Figure 17 
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Figure 18 
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Figure 20 
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